Exploring charged biased regions in the human proteome.
There has been an increasing interest in biased regions in proteins especially ever since it was shown that such regions are frequently associated with a structural role in the cell, or with protein disorder. In this study, we focus on charged biased protein sequences in human genome. We have identified 446 charged biased proteins within human proteome, 70% of them constitute proteins harboring negative run that correspond to transcription factor zinc finger proteins, importins and some protein kinases involving acidic activating domains. Basic charge clusters are often associated with DNA-binding, zinc-finger, basic-leucine zipper and homeobox domains. The data show that significant positive clusters correspond to ribosomal proteins. Most of proteins with zinc-binding fingers have a mixed positive and negative charged biased regions. Altogether, the Gene Ontology analysis revealed that the charged proteins are involved mainly in regulatory functions.